: PfH2A.Z and PfH2B.Z have similar genome-wide localization profiles throughout intraerythrocytic development and reside in the same nucleosome particle. Screenshot of the H2B.Z-Ty1 and H2A.Z ChIP-Seq coverage plots as well as corresponding input tracks over a part of a euchromatic region of P. falciparum chromosome 2 at ring, trophozoite and schizont stage parasites (the same region is displayed in Fig.3 ). Genes are depicted as blue boxes and a 76bp sequence-read mappability track is included in black. Note that some variation between H2B.Z-Ty1 and H2A.Z input tracks can be observed. This is the consequence of variable sequence bias from Illumina version v4 and v2/v3 cluster generation and sequencing kits which were used to generate H2B.Z-Ty1 and H2A.Z input tracks, respectively, highlighting the importance of using corresponding ChIP and input tracks for analysis. Bartfai et al., 2010) and H2B.Z marking upstream of genes throughout intraerythrocytic development (1 equals the sum of total occupancy values at all stages; H2B.Z values were adjusted for the lack of early ring data). K-means clustering of mRNA data was performed after correcting for total transcriptional activity per nucleus (Supplementary Figure S4 from Bartfai et al., 2010) and resulted in 12 groups of genes with different expression profiles. The percentage of genes belonging to each cluster is indicated on the right. 
